Introduction
Thermodynamic data for proteins are important for understanding the mechanism of protein stability as well as protein engineering. Recently, several mutation databases have been developed for specific objectives. On the other hand, there are no electronically accessible databases for thermodynamic data on protein stability. Thus, we have developed a database, Thermodynamic Database for Proteins and Mutants (ProTherm) [1] , which includes several thermodynamic data, structural information, measuring methods, experimental conditions and literature information. This database will help to understand the mechanism of protein stability. A WWW interface will enable users to search the database through the Internet. 
Contents of the database
. (iv) searching data based on solvent accessible surface area (ASA; in % orÅ 2 ) of relevant residue. The mutations are classified into buried (ASA < 20%), partially buried (20% ≤ ASA ≤ 50%) and exposed (ASA > 50%). (v) extracting data for a particular measurement (CD, DSC, Fl etc
Links to other databases
ProTherm is cross-linked with NCBI PUBMED literature database, Protein Mutant Database, Enzyme code and Protein Data Bank structural database. Moreover, all the mutation sites associated with each PDB structure are automatically mapped and can be directly viewed through 3DinSight developed in our laboratory.
Availability
The database is freely available at the URL, http://www.rtc.riken.go.jp/protherm.html.
